Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.055; wR factor = 0.146; data-to-parameter ratio = 15.7.
Related literature
; Aazam et al. (2006 Aazam et al. ( , 2008 Aazam et al. ( , 2010 ; El Husseiny et al. (2008) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data 
Data collection
Stoe IPDS 2 diffractometer 29259 measured reflections 8242 independent reflections 3118 reflections with I > 2(I) R int = 0.072 Refinement R[F 2 > 2(F 2 )] = 0.055 wR(F 2 ) = 0.146 S = 0.84 8242 reflections 524 parameters 84 restraints H-atom parameters constrained Á max = 0.31 e Å À3 Á min = À0.18 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 and Cg2 are the centroids of the C26-C31 and C1-C6 rings, respectively. Data collection: X-AREA (Stoe & Cie, 2002) ; cell refinement: X-AREA; data reduction: X-RED (Stoe & Cie, 2002) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997); software used to prepare material for publication: WinGX (Farrugia, 1999).
biological and plant regulating activities (Kulkarni et al., 2009; Youssef et al., 2009) . They can also act as anti-inflammatory and analgesic agents (Ronad et al., 2008) . Several reports of their applications as dyes and fluorescent agents have appeared (Kachkovski et al., 2004; Creaven et al., 2009) .
In a continuation of our interest in the synthesis, crystal structure elucidation (Aazam et al., 2006 (Aazam et al., , 2008 (Aazam et al., , 2010 , biological activity and photophysical properties of Schiff-base ligands incorporating a coumarin moiety and their metal complexes (El Husseiny et al., 2008) , we report here the crystal structure of a newly synthesized coumarin Schiff base derived from 7-amino-4-methyl coumarin and 3,5-di-t-butyl-2-hydroxybenzaldehyde.
The asymmetric unit of the title compound ( Fig. 1 ) consists of two crystallographically independent molecules, A and B (Honda et al. ,1996) . The two independent molecules differ in planarity, where molecule A is more planar than molecule B, having dihedral angles between the coumarin and 3,5-di-tert-butyl-2-hydroxybenzylidene ring planes of 4.64 (7)° and 14.62 (7)° for molecule A and B respectively. The planarity of both molecules is greater than that of the related 4-methyl-7-(salicylideneamino)coumarin Schiff base where the corresponding dihedral angle was 24.0 (1)° (Aazam et al., 2006) . The greater planarity of the title compound may explain the higher fluorescence quantum yield of 0.53 observed (compared with Φ f = 0.43 for 4-methyl-7-(salicylideneamino) coumarin in DMSO).
The terminal C=O bond distances of 1.203 (4)Å and 1.209 (4)Å agree with 1.2119 (15)Å found in the related compound 4-methyl-7-(salicylideneamino) coumarin (Aazam et al.2006) , but are shorter than that of 1.3040 (17)Å found in 8-[(1E)-1-(2-Aminophenyliminio)ethyl]-2-oxo-2H-chromen-7-olate (Aazam et al., 2010) . Intramolecular O-H···N hydrogen bonding involving the O-H groups and the azomethine N atoms generate S(6) rings (Bernstein et al., 1995) . In the crystal structure, the independent molecules are linked by C-H···π interactions, with groups of four molecules stacked along the c axis ( Fig. 2) .
Experimental 3,5-di-tertbutyl-2-hydroxybenzaldehyde (0.26 g, 1.50 mmol) in 20 ml of absolute ethanol was added to a warm solution of 7-amino-4-methyl coumarin (0.35 g, 1.5 mmol) in 30 ml of absolute ethanol. The mixture was refluxed for 3 hrs upon which a yellow solution was formed. The solvent was pumped off by rotary evaporation leaving behind an orange solid shown to be pure by NMR spectroscopy. The product was recrystallized from chloroform by slow evaporation forming orange needles. Yield (68%, 0.4 g, 1.02 mmol). supplementary materials sup-2 Refinement H atoms were positioned geometrically (C-H = 0.93 or 0.96 Å, O-H = 0.82 Å) and refined using a riding model. The U iso (H) values were set at 1.2U eq (C aromatic) and 1.5U eq (C methyl, O). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
